Klebsiella pneumoniae is a pathogen frequently associated with antibiotic-resistant nosocomial infections. Here, we describe the genome of KP-Rio/2015, a novel phage of K. pneumoniae belonging to the family Podoviridae.
lebsiella pneumoniae is ubiquitous in nature and predominately associated with antibiotic-resistant nosocomial infections (1) . Carbapenemase-producing K. pneumoniae is a highly drug-resistant bacterium in the family Enterobacteriaceae. It can easily be spread in hospital settings, provoking deadly systemic infections (1, 2). Bacteriophage-based therapy has been regaining the scientific community's attention, and this has led to increased research to identify prospect phages from different sources in order to find candidates that will kill multidrug-resistant bacteria (3). Recent K. pneumoniae phage discoveries include KP34, SU503, and SU552A (4, 5) .
In this work, we describe the complete genome of KP-Rio/ 2015, a novel K. pneumoniae phage belonging to the family Podoviridae. The K. pneumoniae bacterium was isolated from a human urine sample, and the phage was isolated from urine antibiogram. The phage was concentrated using polyethylene glycol. Phage DNA was extracted by phenol-chloroform, sequenced in an Illumina HiSeq 2000 sequencing platform by GenOne Biotechnologies (Rio de Janeiro, Brazil). A total of 1,282,326 reads of~150 bp were assembled with Geneious version 8. 
